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Running head: Genetic fingerprinting of L. salmonis populations
Figure S1: Violin plots of Tajima’s D for each sea louse population. 
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Figure S2: Principal component analysis for the full SNP dataset and random forest candidate SNPs.
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Figure S3: Distribution of scaled importance values for ranked SNPs for the Besnier et al. (2014) dataset. 
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Figure S4: Plots of linear discriminants 1 to 5 for the Besnier et al. (2014) dataset based on the random forest selected SNP subset.   
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